FIGURE 1 



1 CCCACGCGTCCGGTCGGAGCTAGAGCTCCAAGGACCCCACGCCTGTGTCTCTGTGACAGA 

61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 

12 1 CCAGAATCCCTAAGGAGCATGGGGCAGCTGATCCATCCCTGGTGTACAAACTGCTGACTG 

181 CAGACAGATGCTGAGCTACCCAAACCAACACCTAGCCTCTCCCTGAAGATCCTCCCAGGC 

241 TGAGAGAGTTC TGGGTGTCC T AGGAC C AAGGAC AC TGGC AGAC TTCC AGAAGGGC CCCC A 

3 01 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTC AGCAGAGCTGTCTTCCCAAGCCTTTG 

3 61 ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 

42 1 AGTCTGCCCAGCAGAAGAAAATCTCTGCCAAGCCCAAGCTTGAGTTCCTCTGTCCAAGGC 

481 CAGGGACCTGTGACCATGGAAGCAGAGAGAAGCAAGGCCACAGCCGTGGCCCTGGGCAGT 

541 TTCCCGGCAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAGCCATTGACCATCGTC 

601 TCTGAGGATGGAGACTGGTGGACGGTGCTGTCTGAAGTCTCAGGCAGAGAGTATAACATC 

661 CCCAGCGTCCACGTGGCCAAAGTCTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 

721 AAAGCAGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 

781 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

841 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

901 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACCATTACTCTGAGCTGGCGGATGAC 

961 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGAC ACCACTCAACTGGAAAGAGCTGGACAGC 

1081 TCCCTCCTGTTTTCTGAAGCTGCCAC AGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

1141 GAGTCCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 

12 01 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

1261 CCTGGGCACCCCAGAGGCAAGGCTGTGCACTCAGGGAGGGAGGGTGGGACACAGAGGTGC 

1321 ATCTAGGGTCCCACCTGTACCCTTGCTCTTTCCTCTCTTAGCCCTTAGAAGTCACCTACT 

1381 TCCTTCCAGTGCCATGATCCCACCTGCGACCTCTAGTGCGAGTGCAGAGAAGGTGGGACC 

1441 AGGGCCAGGGTTCCAAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 

1501 AGTTTGGGGTTTCCAGTACCATCTGGATGCCCTGCCTGTTGAGCCCCATTCTACATCCCC 

1561 AC C ATT AAC C AGGC C C C AC C C AC AAGGTAGAAAC AAC C C C T AGAGTC AAC GAGAAAGTC A 

1621 TTTTCAGAAAATCTACAAGTCTCGTTGAGACCACCACCATACCTCAGAAGGTAGGACTGT 

1681 GGCCTAGAAGGGAAAGGAAAGCTGAGATGATGTCTTACCGTAGCAGCAGATCTTGGATGG 

1741 TCCAGGCTCTATGTGACCTCCAGAGCAAAGAGAAAGACTTCGGACAGTCTAGGTCCTCAA 

18 01 ATGTCCCCCATTGAGGAC AACAGCCCCAGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 

18 61 GCCCTGTTGCCCATGCTGGAGTGCAATGGCACGATCTC AGCTCACTGCAACCTCCATCTC 

1921 CTGGATTCAAACAATTCTCCTGCCTCAGCCTCCAGAATAGCTGGGATTACAGGCGTACAC 

1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGAC ATGGGGTTTCACCACATTGGCC 

2 041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 

2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 

2161 GCTTACCATTCCCTAGCACACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 

2221 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTCAGTGCTGGGCAGGGGCATCAGAA 

22 81 GGTGCTAAGCCCTCTCTCCACAATGCCAAGACGGAGACCACAGCCTACACCAAATCCAGC 

2341 CCTTGATTTCCCTGCTGCCTCCATAAACAGAAAGAGGTCTGCTGGATCCGCTAAGGGATC 

2401 AGGGAGAGGAAGAAAGAGGGATGGGGTGGGAGGCACCCCCTCCAGTGCTCCTACTGGTTC 

2461 CCAAGCTACAGGTGGGGTGGGAAAGGCTTTATCAGGTATCATCAACAGGTTCTCAATTAA 

2521 AGATTTGATTTATTCAAGTATGTGAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 3A 



1 CCCACGCGTCCGGTCGGAGCTAGAGCTCCAAGGACCCCACGCCTGTGTCTCTGTGACAGA 

61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 

121 CC AGAATCCCTAAGGAGCATGGGGCAGCTGATCC ATC CCTGGTGTAC AAACTGCTGACTG 

181 CAGACAGATGCTGAGCTACCCAAACCAACACCTAGCCTCTCCCTGAAGATCCTCCCAGGC 

241 TGAGAGAGTTCTGGGTGTCCTAGGACCAAGGACACTGGCAGACTTCCAGAAGGGCCCCCA 

301 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTCAGCAGAGCTGTCTTCCCAAGCCTTTG 

3 61 ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 
1 M G 



421 AGTCTGCCCAGCAGAAGAAAATCTCTGCCAAGCCCAAGCTTGAGTTCCTCTGTCCAAGGC 
3SLPSRRKSLPSPSLSSSVQG 



481 CAGGGACCTGTGACCATGGAAGCAGAGAGAAGCAA GGCCACAGCCGTGGCCCTGGGCAGT 
23 QGPVTMEAERSK 



ATAVALGS 



541 TTCCCGGCAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAGCCATTGACCATCGTC 



43 FPAGGPAELSLRLGEPLTIV 



601 TCTGAGGATGGAGA CTGGTGGACGGTGCTGTCTGAAGTCTCAGGCAGAGAGTATAACATC 
63 



SEDGDWWTVLSEVSGREYNI 



661 
83 



CCCAGCGTCCACGTGGCCAAAGT CTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 



PSVHVAKV 



SHGWLYEGLSRE 



721 AAAGC AGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 
103 KAEELLLLPGNPGGAFLIRE 



781 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

123 SQTRRGSYSLSVRLSRPASW 

841 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

143 DRIRHYRIHCLDNGWLYISP 



901 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACCATTACTCTGAGCTGGCGGATGAC 
163 RLTFPSLQALVDHYSELADD 



961 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

183 ICCLLKEPCVLQRAGPLPGK 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGACACCACTCAACTGGAAAGAGCTGGACAGC 

203 DIPLPVTVQRTPLNWKELDS 

1081 TCCCTCCTGTTTTCTGAAGCTGCCACAGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

223 SLLFSEAATGEESLLSEGLR 



1141 GAGTCCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 
243 ESLSFYISLNDEAVSLDDA* 



1201 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

1261 CCTGGGCACCCCAGAGGCAAGGCTGTGCACTCAGGGAGGGAGGGTGGGACACAGAGGTGC 

1321 ATCTAGGGTCCCACCTGTACCCTTGCTCTTTCCTCTCTTAGCCCTTAGAAGTCACCTACT 

1381 TC CTTCCAGTGC C ATGAT CCCACCTGC G AC C TC T AGTGC GAGT GC AGAGAAGGTGGGAC C 

1441 AGGGCCAGGGTTCCAAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 

1501 AGTTTGGGGTTTCCAGTACCATCTGGATGCCCTGCCTGTTGAGCCCCATTCTACATCCCC 

1561 ACCATTAACCAGGCCCCACCCACAAGGTAGAAACAACCCCTAGAGTCAACGAGAAAGTCA 

1621 TTTTCAGAAAATCTACAAGTCTCGTTGAGACCACCACCATACCTCAGAAGGTAGGACTGT 



FIGURE 3B 



1681 GGCCTAGAAGGGAAAGGAAAGCTGAGATGATGTCTTACCGTAGCAGC AGATCTTGGATGG 

1741 TCCAGGCTCTATGTGACCTCCAGAGCAAAGAGAAAGACTTCGGACAGTCTAGGTCCTCAA 

1801 ATGTCCCCCATTGAGGACAACAGCCCCAGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 

18 61 GCCCTGTTGCCCATGCTGGAGTGCAATGGCACGATCTCAGCTCACTGCAACCTCCATCTC 

1921 CTGGATTCAAACAATTCTCCTGCCTCAGCCTCCAGAATAGCTGGGATTACAGGCGTACAC 

1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGACATGGGGTTTCACC ACATTGGCC 

2041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 

2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 

2161 GCTTACCATTCCCTAGCACACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 

2221 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTCAGTGCTGGGCAGGGGCATCAGAA 

22 81 GGTGCTAAGCCCTCTCTCCACAATGCCAAGACGGAGACCACAGCCTACACCAAATCC AGC 

2341 CCTTGATTTCCCTGCTGCCTCC ATAAAC AGAAAGAGGTCTGCTGGATCCGCTAAGGGATC 

2401 AGGGAGAGGAAGAAAGAGGGATGGGGTGGGAGGCACCCCCTCC AGTGCTCCTACTGGTTC 

2461 CCAAGCTACAGGTGGGGTGGGAAAGGCTTTATCAGGTATC ATC AACAGGTTCTC AATTAA 

252 2 AGATTTGATTTATTCAAGTATGTGAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 4 



Homology Amino acid level 

^ Similarity Identity 

human SLAP x mouse SLAP 89.9% 88.0% 

human SLAP x human SLAP-2 58.4% 47.4% 

mouse SLAP x human SLAP-2 70.0% 58.1% 



1 MGSLPSRRKSLPSPSLSSSVQGQGPVTMEAERSKATAVALGSFPAGGPAE 
1 . . . MGNSMKSTPAPA ERPLPNPEGLDSDFLAVLSDYPSPDISP 

5 1 LSLRLGEPLTIVSEDGDWWTVLSEVSGREYNI PSVHVAKVSHGWLYEGLS 
41 PIFRRGEKLRVISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLG 

101 REKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASWDRIRHYRI 
9 1 RDKAEELLQLPDTKVGSFMI RES ETKKGF YSL S VR HRQVKHYRI 

151 HCLDNGWLYISPRLTFPSLQALVDHYSELADDICCLLKEPCVLQRAGPLP 
13 5 FRLPNNWYYISPRLTFQCLEDLWHY 

201 GKDIPLPVTVQRTPLNWK. . . ELDSSLLFSEAATG. EESLLSEGLRESLS 
185 VRASSSPVTLRQKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIA 

247 FYISLNDEAVSLDDA 

235 SYLSLTSEDNTSFDRKKKSISLMYGGSKRKSSFFSSPPYFED 



FIGURE 5 

hSLAP-2 
hSLAP 



Figure 6 



hSLAP 1 MGNSMKSTPAPAERPLPNPEGLDSDFLAVLSDYPSPDISPPIFRRGEKLR 

IMIIIII MUM • MMMIMMMMMMIMMMIMM 

mSLAP 1 MGNSMKSTSPPSERPLSSSEGLESDFLAVLTDYPSPDISPPIFRRGEKLR 



5 1 VISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLGRDKAEELLQL 

IMIIIIIIIMMIIIIIIIIIMIMIIIIIIIMIIIIIIMIIIII 

5 1 VISDEGGWWKAISLSTGRESYIPGICVARWHGWLFEGLGRDKAEELLQL 



101 PDTKVGSFMIRESETKKGFYSLSVRHRQVKHYRIFRLPNNWYYISPRLTF 
101 PDTKIGSFMIRESETKKGFYSLSVRHRQVKHYRIFRLPNNWYYISPRLTF 



151 QCLEDLVNHYSEVADGLCCVLTTPCLTQSTAAPAVRAS SSPVTLR 

151 QCLEDLVTHYSEVADGLCCVLTTPCLAQNIPAPTSHPSPCTSPGSPVTLR 

19 6 QKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIASYLSLTSEDNT 

III l|:MMIII II 1 1 1 1 I II I Mill Ml II Ml II II 

2 01 QKTFDWKRVSRLQEGSEGAENPLRVDESLFSYGLRESIASYLSLTGDDSS 



246 SFDRKKKSISLMYGGSKRKSSFFSSPPYFED 276 

IMIMIhIM! IIMMMIMI MM 

251 SFDRKKKSL SLMYTGSKRKS S FF S APQYF ED 281 



FIGURE 7 

1 MG . SLPSRRKSLPS . . PSL S S S VQGQGPVTME AERS KATAVALGS F PAGG 
1 MGNSMKS . . TSPPSERP . LSSS . . . EG . . . LE . . . SDFLAV . LTDYPS . . 

4 8 PAELS . . . LRLGEPLTIVSEDGDWWTVLSEVS . GRE . YNI PSVHVAKVSH 
3 6 I. DISPPIFRRGEKLRVISDEGGWWKAIS .LSTGRESY. IPGICVARVYH 

93 GWLYEGLSREKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASW 

83 gwlfeglgrdkaeellqlpdtkigsfmiresetkkgfyslsvr.hr. . . . 
143 drirhyrihcldngwlyisprltfpslqalvdhyseladdiccllkepcv 

12 8 . QVKHYRIFRLPlLJjYYISPRLTFQCLEDLVTHYSEVADGLCCVLTTPCL 

193 LQR. . A GPL. . PGKDIPLPVTV . QRTPLNWKELDSSLLFSEAATG 

177 AQNIPAPTSHPSPCTSPGS. . . . PVTLRQKT . FDWKRV. SRL . . QEGSEG 

23 3 . E ESLLSEGLRESLSFYI SL . NDEAVSLD 

219 AENPLRVDESLFS YGLRE S I AS YL SLTGDDS SS FD 



hSLAP-2 
ItlSLAP 
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